Pulmonary Syndrome (HPS) are endemic zoonotic infectious diseases 48 caused by hantaviruses that belong to the Family Bunyaviridae. 49 Hantaviruses have gained worldwide attention as etiological agents of 50 emerging zoonotic diseases, with fatality rates ranging from <10% up to 51 60%. However, our knowledge about the emergence and evolution of HTNV 52 is limited. To get more information about HTNV genetic diversity and 53 phylogenetic features in holistic perspective, we investigated the genetic 54 diversity and spatial distribution of HTNV using all available whole 55 genomic sequences of S and M segments. We also gain insights into the 56 genetic diversity and spatial-temporal dynamics of HTNV. These data can 57 augment traditional approach to infectious disease surveillance and control. Americas, with fatality rates ranging from <10% up to 60% [1] . Among all the 67 countries, China is the most seriously affected one which account for over 90% 
70
Although a declining HFRS trend has been observed at a global scale in China, 71 there still exist certain local regions that continue to display increasing HFRS 72 trends [5] . However, the causative agent of the disease remained unknown 
89
In this study, we focused on the genetic diversity and evolution history of obtained from the ML phylogeny tree.
157
The tMRCA, substitution rates, and evolution history were estimated and Liaoning with the sequences of each region clustered together.
249
Group K was formed with three isolates from Russian. We can notice 250 that the isolates collected from Guizhou province were highly divergent.
251
They dispersed in Group B, C, E, F and I. It indicates that HTNV has 252 spread in Guizhou for a long period. with Bayesian skyline prior model yielded a higher log marginal likelihood 289 than the others, indicating the best fit model for our dataset (Table S1 ).
290
The results of our Bayesian phylogenetic analysis showed that HTNV However, some cautions must be taken when interpreting our results.
465
We have estimated the genetic diversity age based only on N gene 
474
In conclusion, our study revealed 11 groups of HTNV and 43 
